Acidovorax citrulli, the causal agent of bacterial fruit blotch, has caused an economically destructive damage in cucurbits cultivation fields worldwide. To consider more effective disease management, 33 A. citrulli isolates collected from various cucurbits in Korea were analysed by multi-locus phylogeny using five conserved loci (16S rRNA, adk, gltA, glyA, pilT). Two distinct groups (KCC1 and KCC2) in the population were identified on the base of group-specific genetic variation. Out of them, the predominant group was KCC2 and both groups included isolates from melon, cucumber and watermelon. Sixty-four percent of KCC1 isolates were recovered from non-watermelon hosts and seventy-two percent of KCC2 isolates from watermelon. This study presented that there was genetic differentiation among A. citrulli population in Korea. Also, these results will be applied as a very useful data in effective disease management.
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A. citrulli (Burdman , 2005; Makizumi, 2011; Walcott , 2000; 2004) . Walcott (2004) A. citrulli I II . , Feng (2009) (Feng et al., 2009; Walcott et al., 2004 ) and 3 Acidovorax spp. as the outgroup. The tree was constructed from 2,208 bp from three genes: 16S rRNA; pilT, twitching motility protein and gltA, type II citrate synthase. Bootstrap values with 1,000 replicates for the major divisions of A. citrulli from the outgroups.
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